Introduction
The World Health Organisation (WHO) received the first report of an oseltamivir-resistant influenza A H1N1 (2009) virus in July 2009 (WHO, 2009a) . Sequence analysis revealed that the resistance was associated with a histidine to tyrosine substitution in the viral neuraminidase (N1) at position 275. Since this discovery a total of 304 oseltamivir-resistant influenza A H1N1 (2009) (H275Y mutant) cases have been reported to the Global Influenza Surveillance Network (GISN) (WHO as of 30.09.10) (WHO, 2010) . Of these cases, 28% have been in immunocompromised patients who have received prolonged oseltamivir treatment, 33% have been associated with oseltamivir treatment (WHO, 2010) . Several cases have also been associated with chemoprophylaxis (MMWR CDC, 2009a) and there have also been cases found in individuals who had not received treatment (Chen et al., 2009) . Despite the increasing number of cases there has been two reports of person to person transmission of resistant virus (Gulland, 2009; WHO, 2009a) . There has been one report of a community cluster of oseltamivir resistant cases (Le et al., 2010) however there has been no evidence of ongoing circulation of the virus in the community. Furthermore, the resis-tance strain has not been shown to cause altered or more severe infection.
Being able to detect rapidly the emergence of resistant virus is important as it allows clinicians to change rapidly patient treatment to a more effective drug (all cases bar one remain sensitive to zanamivir (WHO, 2010) ). Such information also informs infection control procedures and public health surveillance.
Numerous methodologies are available for the detection of antiviral drug resistance in influenza viruses. Phenotyping assays are the gold standard for oseltamivir resistance testing (Zambon and Hayden, 2001) . However, this method is time consuming, expensive and is only available at specialist centres. Newer methods such as pyrosequencing are rapid and sensitive in detecting H275Y but few laboratories are equipped with these machines (CDC, 2009b) .
A group in Rotterdam developed recently a real-time PCR based method for the detection of H275Y (Personal Communication with M. Schutten). This method was shown to be sensitive, rapid and, unlike the aforementioned methods, uses a chemistry available to most diagnostic laboratories.
The incorporation of this H275Y resistant typing assay into an established duplex assay that detects influenza A while typing simultaneously all that are H1N1 (2009) positive is described. The new assay will allow rapid diagnosis, typing and resistance testing of respiratory samples in real time. 
Materials and methods

Development of FLUA/N1/H275Y triplex assay
The universal influenza A and influenza A H1N1 (2009) N1 assays were developed in-house and are published previously . The universal influenza A assay is a widely used assay that targets the matrix region of the virus. Participation in various External Quality Assessment (EQA) schemes has shown this assay to detect influenza A viruses from humans and animals with high sensitivity . The N1 assay is specific for influenza A H1N1 (2009). The H275Y resistance assay was developed by a group in Rotterdam and was supplied as personal communication (by M. Schutten). This allelic discrimination assay was designed to distinguish between the cytosine (oseltamivir sensitive) and the thymidine (oseltamivir resistant) mutation at the nucleotide position 823 in the N1 gene of influenza A H1N1 (2009) that gives rise to the antiviral resistance. The probe of the H275Y resistance assay was modified by the developers of the assay by adding two nucleotides (TT) at the 5 end at a later date and published (van der Vries et al., 2010) . It should be noted that we did not use the adapted probe. The N1 probe from this paper was also not used in this study as there was a well validated N1 probe in use in the laboratory .
The primer probe concentrations for each assay were optimised individually using in-house protocols (Gunson et al., 2003 (Gunson et al., , 2006 . The H275Y resistance assay used the primers at an optimised concentration of 1 M and the probe at 0.2 M in a 15 l reaction volume. The universal influenza A H1N1 (2009) duplex used the primers at an optimised concentration of 1 M and the probes at 0.2 M in a 15 l reaction volume . The triplex used the primers at an optimised concentration of 1 M, universal influenza A and H1N1 (2009) probe at 0.2 M, and the H275Y probe at 0.3 M in a 15 l reaction volume (all primers and probes are shown in Table 1 ).
For all assays, one-step rtRT-PCR was performed on 6l of RNA extract with the Platinum One-step qRT-PCR kit (Invitrogen) on an ABI Prism 7500 SDS real-time platform (Applied Biosystems). The following thermal profile was used: a single cycle of reverse transcription for 15 min at 50 • C, 2 min at 95 • C for reverse transcriptase inactivation and DNA polymerase activation followed by 40 amplification cycles of 8 s at 95 • C and 34 s at 60 • C each (annealing-extension step). Thresholds were set manually for analysis.
Samples used for the assessment of the triplex assay
The specificity of the triplex assay was assessed using 2 WHO panels (2008, 2009 ). Both panels contained seasonal influenza A H1N1, H3N2, and avian H5N1 viruses. The 2009 panel also contained influenza A H1N1 (2009). A pool containing the following commonly encountered respiratory pathogens was also tested: influenza B, adenovirus, coronavirus (229E, OC43, NL63, HKU1), parainfluenza 1-4, rhinovirus, respiratory syncytial virus, human metapneumovirus, and Mycoplasma pneumoniae (all the components present in the pool were present at Ct values of between 26 and 31).
The endpoint detection limit of the universal influenza A and H1N1 (2009) components of the triplex was directly compared to the published duplex using a dilution series of an influenza A H1N1 (2009) clinical sample and clinical samples containing seasonal H1N1 and H3N2 viruses. Each dilution was tested in duplicate. These were carried out to ensure that the addition of the H275Y assay to the universal influenza A H1N1 (2009) duplex did not result in a reduction in endpoint detection limit of the universal influenza A and H1N1 (2009) components.
The endpoint detection limit of the H275Y component of the triplex was compared directly to the H275Y single assay using a dilution series of influenza A H1N1 (2009) H275Y positive clinical sample. Each dilution was tested in duplicate. This was carried out to ensure that the addition of the H275Y assay to the universal influenza A H1N1 (2009) duplex did not result in a reduction in the endpoint detection limit of the H275Y component.
The new triplex assay was also directly compared to the universal influenza A H1N1 (2009) To assess inter-assay variability (reproducibility/long-term precision) positive extraction run controls for FLUA, N1 and H275Y were monitored over 20 PCR runs. To assess intra-assay variability (repeatability/short-term precision) a positive extraction run control for FLUA, N1 and H275Y were tested in 20 wells on the same PCR run.
Finally the ability of the triplex assay to detect minor populations of the oseltamivir resistant influenza A virus in samples containing a mixture of resistant and sensitive viruses was assessed. To do this similar concentrations of H275Y and wild-type influenza A H1N1 (2009) RNA controls were mixed and then diluted the H275Y positive RNA further in wild-type (WT) RNA. Diluting resistant virus in wild-type virus represents decreasing populations of resistant RNA in a mixed strain sample, allowing to predict the approximate level which minor populations of resistant RNA could be detected.
All clinical samples were extracted on the Qiagen MDx using the QIAamp viral RNA kit (Qiagen, Crawley, UK) according to manufacturer's instructions.
Results
Specificity
The triplex was evaluated using 2 WHO influenza A quality control panels. The universal influenza A component of the triplex assay detected successfully all the samples that contained influenza A subtypes. The H1N1 (2009) component of the assay correctly detected the 3 influenza A H1N1 (2009) samples present in the 2009 panel (Table 2 ). The H275Y component of the assay did not detect any of the samples as positive. A pool of 14 other respiratory pathogens was tested using the triplex and no cross-reaction was observed.
Endpoint detection limit
The endpoint detection limit of the universal influenza A and the H1N1/2009 component of the triplex assay in comparison to the duplex assay was assessed using serial dilutions of clinical samples containing influenza A H1N1 (2009) and seasonal H1N1 and H3N2 viruses (Table 3) . When testing the dilution series of the influenza A H1N1 (2009) sample, the influenza A component of the duplex detected the 10 −5 dilution in 1 out of 2 occasions whereas the influenza A component of the triplex assay detected down to the 10 −6 dilution in 1 out of 2 occasions. The H1N1 (2009) components in the duplex and triplex both detected down to the 10 −5 dilution. The H275Y component of the triplex did not detect any samples in the dilution series as positive (Table 3) . When testing the dilution series of the seasonal H1N1 and H3N2 clinical samples, the influenza A component of the duplex assay detected the 10 −4 dilution of the H1N1 dilution series whereas the influenza A component of the triplex detected down to the 10 −5 dilution in 1 out of 2 occasions. The influenza A component of the duplex and triplex detected the 10 −4 dilution of the H3N2 dilution series. The H1N1 (2009) and H275Y components of the triplex did not detect any of the samples in the dilution series as positive (Table 3) .
The final endpoint detection experiment compared the H275Y component of the triplex assay to the single H275Y assay by testing serial 10-fold dilutions of an influenza A H1N1 (2009) clinical sample known to contain the H275Y mutation. The H275Y single assay detected down to 10 −2 whereas H275Y component of the triplex detected down to 10 −3 . It should be noted that all 3 components of the triplex had similar endpoints in detecting resistant RNA (influenza A and H1N1 (2009) 10 −3 , H275Y 10 −3 1 out of 2) (Table 4 ).
Prospective testing of clinical samples
The triplex was then compared to the duplex assay on 281 clinical samples taken from patients with a clinical diagnosis of influenza A H1N1 (2009). In total, 148 were positive by both assays and there were 7 discrepancies. Of theses discrepancies 3 were positive by the duplex but negative by the triplex (1 influenza A positive only and 2 H1N1 positive only), 4 were positive by the triplex but negative by the duplex (2 influenza A positive only and 2 H1N1 positive only). All of these samples that were discrepant had high Table 3 Dilution series of influenza A H1N1 (2009) RNA, seasonal H1N1 and H3N2 RNA comparing the endpoint detection limit of the triplex and duplex assays.
Assay
Duplex threshold cycle (Ct) values (ranging from 35.56 to 39.95) and were at the endpoint of detection limit of the assays (see Tables 3 and 4 ).
Inter-and intra-assay variability
The inter-assay variability was assessed by monitoring positive run controls over 20 PCR runs and intra-assay variability by testing a positive control in 20 wells on one PCR run ( Table 5 ). The results suggest that there is little inter-assay variability as the Ct of each component was similar over 20 different runs with low standard deviation (SD) and coefficient of variation (CoV) values. The results also suggest that the intra-assay variability of the assay is also good for each component as little variation was observed when the positive control was repeatedly tested. It should be noted that for H1N1 the control used was weaker than that of the other components of the assay and so was nearer the endpoint detection limit (see Tables 3 and 4 ) of this test which is likely to be the cause of the slightly higher SD and CoV values. Overall these results suggest that the triplex assay is precise and robust.
Detection of minor populations of H275Y
Finally the ability of the triplex assay to detect minor populations of H275Y was assessed by testing dilutions of H275Y RNA diluted in WT RNA. The results suggest that there is reliable detection of the H275Y to a dilution of 1:40 (Table 6 ). This represents a minor population of 2.5%.
Discussion
In the present study, a multiplex assay which detects influenza A and simultaneously types those that are influenza A H1N1 (2009) and highlights whether the virus contains the H275Y mutation was developed.
Adding the H275Y discrimination assay to the published duplex assay was shown to have no effect on the performance of any of the individual components. This was shown using several dilution series, a number of EQA panels and on prospective clinical samples taken from patients with clinically diagnosed H1N1 (2009). Multiplexing the methods had no detrimental effect on the Ct values of each component and slightly improved the performance of each component in the triplex. The multiplex was also precise and robust as shown by assessment of inter-assay and intra-assay variability of the individual components of the assay.
Multiplexing these different test components offers several advantages during future outbreaks of this virus. As mentioned in the previous publication multiplexing the universal assay and the H1N1 (2009) typing assay will allow laboratories to screen respiratory samples for influenza A H1N1 (2009) virus in a rapid and cost effective format, ensuring that typing methods for seasonal and avian viruses are used on a smaller subset of samples. The incorporation of the H275Y resistance assay is achieved at little extra cost (Gunson et al., 2008) . Since most virology laboratories already offer a molecular service for influenza A this assay could be easily implemented into most areas therefore increasing local access to resistance testing.
Access to a local service offers several clinical advantages over the current system which relies upon samples being referred to specialist centres. For example this assay allows the detection of resistant virus while the patient is being monitored for the presence of influenza A. Consequently clinicians can change to an effective treatment at a much earlier stage than currently achievable (WHO, 2009b).
As mentioned above, a number of the reports of H275Y resistant virus were found in patients with no history of receiving oseltamivir. As a result this assay would also prove useful in the surveillance of oseltamivir resistant influenza A H1N1 (2009) strains in the community (Lackenby et al., 2008) .
During the 2007-2008 seasonal influenza A (H1N1) season the oseltamivir-resistant strain became the dominant strain circulating in the community, therefore it is possible that this could happen again with the 2009 pandemic strain in the next influenza season (Harvala et al., 2010) .
It is important to note that this assay only detects the H275Y mutation in influenza A H1N1 (2009) virus and will not detect other mutations associated with resistance such as E119V and N295S. Consequently if resistance is still suspected in an influenza A positive patient that has tested H275Y negative then other oseltamivir resistant mutations should be considered and samples should be sent for specialist testing (Collins et al., 2009 ).
